using PhyloSift (6) . ANI was calculated as previously described (7) and SNPs were identified using kSNP3.0 (8) with maximum likelihood estimation. Nine known L. pneumophila genomes associated with previous LD outbreaks were included in the analysis as reference strains for comparison (Table S2) .
Sequence-based typing was performed targeting the flaA, pilE, asd, mip, mompS, proA, and neuA alleles (9) using the mompS tool (10) . This bioinformatics tool facilitates backward compatibility of whole genome sequence typing by ensuring that the mompS allele, of which L. pneumophila can carry multiple non-identical copies, is typed based on the copy of the gene that would be identified by the traditional PCR-based typing scheme. STs were identified from allele profiles using the European Working Group for Legionella Infections database for L.
pneumophila.

Serogroup Analysis
L. pneumophila isolate genomes belonging to serogroup 1 were identified via detection of the wzm gene (11) in whole genomes using BLAST with a minimum nucleotide identity of 98% and e-value of 1e-5. DNA sequence-based classifications were verified and unknown serogroups were determined using direct fluorescent antibody staining with FITC-conjugated antibodies (m-TECH, Milton, GA). To address problems with non-specific binding when stained cells were prepared according to manufacturer instructions, the protocol was modified as follows: isolates grown in buffered yeast extract broth (per liter: 10 g yeast extract, 1 g α ketoglutaric acid, 10 g 2-(carbamoylmethylamino)ethanesulfonic acid, 0.4 g L-cystine monohydrochloride, 0.25 g ferric pyrophosphate) were centrifuged at 5,000xg and resuspended in 1X phosphate buffered saline (PBS). To separate 25 µl aliquots of cells suspended in PBS, 5 µl of each FITC-conjugated antibodies were added and the suspension was incubated at 20°C for 30 minutes. Cells were washed with 1X PBS three times, then viewed with an AxioSkop2 plus fluorescence microscope (Carl Zeiss Microscopy, Oberkocken, Germany). Isolates were named according to the following system: First letter indicates building type/location (H = hospital; R = residence; W = school using well water; p = large public building), second letter indicates sample collection location (hot water tap (H), cold water tap (C),water heater drain valve (D), shower (S)), followed by a unique numeric identifier. Clinical strains are denoted C1-10. 
